Diabetes is a complex trait, reflecting interactions of a network of genes with environmental factors, such as obesity, age and nutrition [1] . The polygenic nature of type 2 diabetes is now well established. The individual contributions of each individual gene to the phenotype is likely to be small. The primary objective of our work is to provide identification and data integration for obesity and type 2 diabetes mellitus.
Microarrays have become a standard technology platform for genome screening. This technique fails in the integration of other data sources relevant for diagnostic purposes. For these tasks, data integration methods are indispensable. In our poster we present strategies to incorporate these sources within the framework of R/BioConductor [2, 3] .
To elucidate the most important genes for diabetes we employ scoring to gain new knowledge on the pathways and marker genes relevant. Pathway information from databases like KEGG [4] is comprised to map the genes into their function/framework. Ultimately, the proposed marker genes will enable us to develop models for the disease. Medical researcher can combine molecular biological data with clinically relevant parameters to predict quantitatively individual predispositions to type 2 diabetes and include physiological data.
